ABSTRACT The draft genomes of green-colored Chlorobium phaeovibrioides GrKhr17 and brown-colored Chlorobium phaeovibrioides BrKhr17, green sulfur bacteria with gas vesicles isolated from Lake Bolshye Khruslomeny, are presented. These sequences contribute to genomic analyses of the Chlorobiaceae family that are part of ongoing research seeking to better understand their ecosystem-specific adaptations.
and supported with BLASTp (E value Ͻ 1e-20) (13) searches against the NCBI nonredundant protein database.
The 16S rRNA sequence analysis using the nucleotide BLAST (13) revealed that GrKhr17 and BrKhr17 share 99.93% and 99.87% similarity, respectively, with Chlorobium phaeovibrioides DSM 265 (GenBank accession number CP000607). The average nucleotide identity (ANI) and digital DNA-DNA hybridization (dDDH) values were calculated using the ANI calculator from the Kostas lab (http://enve-omics.ce.gatech.edu/ani) (14) and the Genome-to-Genome Distance Calculator (GGDC) v. 2.1 (http://ggdc.dsmz.de/ ggdc.php) (15) , respectively. In comparison with Chlorobium phaeovibrioides DSM 265, the ANI values of strains GrKhr17 and BrKhr17 were 99.1% and 99.0%, and the dDDH values were 91.7% and 90.6%, respectively. The calculated values exceeded the proposed species boundary values for species delineation (ANI Ͻ 95 to 96%, dDDH Ͻ 70%) (16) , which suggests that strains GrKhr17 and BrKhr17 are novel strains of the known species Chlorobium phaeovibrioides.
The genomes of Chlorobium phaeovibrioides GrKhr17 and BrKhr17 contain the gvp gene cluster (17) , which encodes proteins that are involved in gas vesicle biogenesis (18) . The genome of Chlorobium phaeovibrioides BrKhr17 contains the BChl e gene cluster (19) , which includes BChl e biosynthesis genes bciD and bchF3, as well as the cruB gene, which is responsible for the biosynthesis of isorenieratene (20) . Chlorobium phaeovibrioides GrKhr17 does not possess the BChl e gene cluster. Both announced genomes lack genes of the sox system for thiosulfate oxidation. Sequencing and analysis of these bacteria revealed genomic determinants of the particular phenotype of new strains of Chlorobium phaeovibrioides from Arctic meromictic lakes.
Data availability. These whole-genome projects have been deposited in DDBJ/ ENA/GenBank under the accession numbers RXYJ00000000 (Chlorobium phaeovibrioides GrKhr17) and RXYK00000000 (Chlorobium phaeovibrioides BrKhr17). The versions described in this paper are RXYJ01000000 and RXYK01000000, respectively. Raw sequence reads are available under the SRA accession numbers SRR9141222 (Chlorobium phaeovibrioides GrKhr17) and SRR9141223 (Chlorobium phaeovibrioides BrKhr17).
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